: Targets and results. For each target, the protein data bank identifiers and chain labels are reported for the bound and unbound conformation, together with the size of the receptor sequence (unbound) (Lreceptor), the size of the peptide (L peptide ). Best 400 denotes the best peptide RMSd without superimposition to the experimental peptide pose, among the 400 peptide-protein complexes generated using the protein unbound conformation. Best 10Clust. denotes the best peptide RMSd without superimposition among the poses of the 10 clusters of lowest energy. Peptides 54 to 61 have not been considered in the CABS-dock benchmark. For the bound conformation the chain labels of the receptor and the peptide are separated by a colon.
